Summary: YAMB is a novel metagenome binning tool, which uses tetranucletotide composition and 7 average contig coverage and performs t-SNE dimensionality reduction and sequential DBSCAN data 8 clusterization. YAMB provided with metagenomics assembly and reads may be used for 9 straightforward metagenome binning on a recent personal computer running Linux OS.
. Such drawbacks affect effectiveness of metagenome 23 binning software. 24 Method of t-distributed stochastic neighbor embedding (t-SNE) is an evolution of SNE method 25 which implements a heavy-tailed distribution in the low-dimensional space to reduce data crowding 26 and facilitates cost function optimization comparing to SNE (Maaten, Hinton, 2008). t-SNE showed 27 good performance in data analysis and visualization in many applications such as machine learning, 28 image and sound recognition and further improved by Barnes-Hut algorithm (van der Maaten, 2014). 
